ABSTRACT An avian influenza virus strain, A/mallard/Balkhash/6304/2014 (H1N1), was isolated during a wild bird monitoring study in Kazakhstan in 2014. The virus was isolated from a wild mallard duck (Anas platyrhynchos) in eastern Kazakhstan. Here, we present the near-complete genome sequence of the virus.
The internal genes at the nucleotide level were 98 to 99% similar to those of viral strains isolated in Mongolia, the Czech Republic, China, and Bangladesh (Table 1) . Phylogenetic analysis revealed that all gene segments of A/mallard/Balkhash/6304/ 2014 (H1N1) clustered with the Eurasian lineage AIVs of avian origin (Fig. 1) .
Data availability. The complete genome sequence of A/mallard/Balkhash/6304/ 2014 (H1N1) is available at GenBank under the accession numbers MK463931 to MK463938. Raw sequence reads are available under BioProject accession number PRJNA525314.
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